: (Soding et al., 2005) . Predicted (jpred) (Cuff and Barton, 2000) or actual (Tc3) a-helical regions are shown in red. Helix-turn-helix motifs predicted by the emboss program helixturnhelix (Dodd and Egan, 1990) are indicated by solid black bars over the sequence, and their scores are shown at the right. (B) Crystal stucture of the Tc3 N-terminal DNA-binding domain bound to DNA (pdb accession code: 1u78) (Watkins et al., 2004) . Diagram produced using Pymol (DeLano, 2002) (C) MUSCLE Alignment of the Cterminal catalytic domains of ISY100, Mos1, Tc3, Tc1 (gi:15718656), and IS630 (gi:140943) transposases. Amino-acids are coloured according to the chemical nature of their side chains. The catalytic DDE(D) residues are indicated with asterisks (*). Muscle alignments were made using the MPI Bioinformatics toolkit (Biegert et al., 2006; Edgar, 2004) .
